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OCG’s Multidisciplinary Genomic Programs

The National Cancer Institute’s Office of Cancer Genomics (OCG) aims to / CANCER TARGET DISCOVERY AND DEVELOPMENT (CTDZ)\ / CANCER GENOME CHARACTERIZATION INITIATIVE (CGCI)\ / HUMAN CANCER MODELS INITIATIVE (HCMI) \ " THERAPEUTICALLY APPLICABLE RESEARCH TO GENERATE

~

advance the molecular understanding of cancers and their response to NETWORK
therapies to improve clinical outcomes. To accomplish this goal, OCG
develops and collaboratively manages molecular characterization and

CGCl-supported research projects use molecular characterization | | HCMI is an international consortium founded by the National Cancer EFFECTIVE TREATMENTS (TARGET)
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translational genomic research initiatives. All OCG programs share data | ynderstand tumor development, heterogeneity, drug resistance, | | HIV+ Tumor Molecular Characterization Project are two ongoing generating novel, patient-derived next-generation cancer models | cancers. The goal of the program is to identify effective therapeutic
and resources with the research community (as shown i‘n the chart below). and metastasis to develop therapies combining chemotherapy with | | projects using epigenomic and next-generation sequencing | |annotated with clinical, biospecimen and molecular characterization ||targets and biomarkers. TARGET is organized into a collaborative
[meﬁ] [§TARGET] [CGC] [QHCM'] immunotherapy. methods. data. The QC’ed models, along with their associated data, are |network of disease-specific project teams. TARGET investigators
b ! ' i l\ J} BURKITT LYMPHOMA GENOME SEQUENCING PROJECT (BLGSP) available to researchers as a community resource at NCl's Genomic | analyzed the genome, transcriptome, and epigenome of each

@Y\J“Z ey | | | | Data Commons. The models are distributed by a third-party ||cancer subtype to guide development of effective, less toxic
| N S e, The goal of the BLGSP is to explore genomic changes in endemic, | | distributor, American Type Culture Collection.
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The Network Centers utilize a distinct array of advanced || lung carcinomas and diffuse large B-cell lymphoma (DLBCL) to exome (WXS), whole genome (WGS), and
- computational and systems biology methods, functional genomics uncover distinct genomic features between HIV+ and HIV- patients. RNA (RNA-Seq). The models are also

Mining of large-scale genomic data sets for alterations important for cancer
etiology & treatment
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Databases and Resources for the Research Community
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